Background and aims: This study aimed to clarify the prognostic role of LINC01296 in various cancers, and to evaluate its effect on proliferation, metastasis, and the cell cycle in hepatocellular carcinoma (HCC) by data mining, bioinformatics, and in vitro validation. Methods: The prognostic role of LINC01296 in cancer patients was assessed by searching the PubMed, Embase, Web of Science, and Gene Expression Omnibus databases and calculating pooled hazard ratios (HRs) with 95% confidence intervals (CIs); this prognostic role was also evaluated using The Cancer Genome Atlas (TCGA). We detected LINC01296 expression in HCC cell lines, and lentivirus-mediated small interfering RNAs were used to silence LINC01296 in MHCC97H and Hep3B cells to explore the role of LINC01296 in cell proliferation, metastasis, and cell cycle progression with in vitro validation and bioinformatics. Results: The results indicated that LINC01296 overexpression was associated with poor overall survival (OS) and disease-free survival (DFS) in various cancers; however, LINC01296 expression was not associated with recurrence-free survival (RFS). Similar results were found with TCGA, which showed that LINC01296 expression was associated with the pathologic stage, tumor size, and differentiation in Asian cancer patients. Additionally, bioinformatics analysis revealed expression of 394 related genes, which indicated that LINC01296 could be involved in the tumorigenesis and progression of HCC. In vitro gene silencing experiments indicated that LINC01296 downregulation repressed cell proliferation, cell cycle progression, and the metastatic potential of HCC through the regulation of BUB1, CCNA2, and CDK1 expression. Conclusion: This study demonstrated that LINC01296 expression is related to poor OS and DFS in a variety of cancer types and that LINC01296 has an oncogenic role in HCC.
Introduction
GLOBOCAN 2015 reported that 1,410,000 new cases of cancer occurred worldwide, for which there were 820,000 cancer-related deaths, and in China in 2015, an estimated 42.9 million new cancer cases occurred, for which there were 28.1 million cancer-related deaths. 1 With the development of medical technologies, cancer treatments have markedly improved; however, cancer prognoses remain poor, for which the lack of specific biomarkers for the early diagnosis of cancer is a primary cause. 2 Development of these biomarkers is especially needed for hepatocellular carcinoma (HCC) prognoses. 3, 4 In 2015, 460, 000 new cases were diagnosed worldwide, which resulted in 422, 000 cancer-related deaths in China. 1, 5 Diagnosing HCC is difficult during early disease; therefore, finding specific biomarkers to help diagnose HCC and other cancers early and to explore the molecular mechanisms behind their actions has become a popular topic of oncologic research studies. 6, 7 Long non-coding RNA (lncRNA) is an RNA that is more than 200 bp long, does not encode proteins, and was once considered to have no specific biologic function (transcriptional garbage). 8 In recent years, an increasing number of studies have demonstrated that lncRNAs are closely associated with cancer progression and development, including proliferation, apoptosis, invasion, and metastasis. [9] [10] [11] Moreover, a few studies have also demonstrated that lncRNA expression is associated with cancer prognoses, which suggests that lncRNA could be used as an early cancer detection biomarker for patients with a variety of cancer types. [12] [13] [14] [15] [16] LINC01296, which is located at chromosome 14q11.2, has been shown to be dysregulated in several tumors, such as esophageal carcinoma (ESCC), 17 osteosarcoma (OSC), 18 gastric cancer (GC), 19 and pancreatic ductal adenocarcinoma (PADC), 20 and has been shown to have an oncogenic role in cancer. Wang et al. 17 reported that LINC01296 promoted ESCC cell proliferation, migration, and invasion, and Jiang et al. 21 found that LINC01296 was associated with poor prognoses and could promote breast cancer tumorigenesis. In addition, because several studies regarding LINC01296 were limited by sample size and discrete outcomes, we performed a meta-analysis that included published articles and the Gene Expression Omnibus (GEO) to explore the prognostic value of LINC01296 in cancer patients. We also explored its prognostic value using The Cancer Genome Atlas (TCGA) to examine different cancer types. To date, the role of LINC01296 in HCC is also unknown, and therefore, we identified related genes using the Multi Experiment Matrix and lncRNA-related protein-coding genes (PCGs) to explore LINC01296 mechanisms using GO, KEGG, and Protein-Protein interaction (PPI) analyses. Next, we performed Cell Counting Kit-8 (CCK-8) and colony formation assays, and cell cycle analyses to assess the regulatory mechanism of LINC01296 in HCC cell lines.
Materials and methods
Data acquisition, search strategy, and study selection LINC01296 microarray data were extracted from GEO profiles (http://www.ncbi.nlm.nih.gov/geoprofiles/) and GEO datasets (http://www.ncbi.nlm.nih.gov/gds/), collecting only the GPL570 platform (Affymetrix Human Genome U133 Plus 2.0 Array, HG-U133_Plus_2) that can minimize impacts on heterogeneity in later analyses, with the search date set to September 2018. We searched the following words: "cancer," "carcinoma," "neoplasm," "lncRNA," and "LINC01296." We also searched published articles from PubMed, Embase, and the Web of Science, and set the search date to September 15, 2018 . The search items were: "LINC01296," "long non-coding RNA" or "lncRNA," "cancer" or "carcinoma," "tumor" or "neoplasm," and "prognosis" or "survival."
The inclusion criteria were: (1) LINC01296 expression in human tissues that could be calculated or identified; (2) the association between LINC01296 and overall survival (OS), disease-free survival (DFS), or recurrence-free survival (RFS) was reported or could be determined; and (3) the hazard ratios (HR) for survival data with 95% confidence intervals (95% CI) were provided or could be calculated with survival curves.
The exclusion criteria were: (1) Studies using non-human subjects; (2) case reports, letters, editorials, conference reports, and laboratory articles; (3) data for which hazard ratios (HRs) could not be calculated; and (4) repeated studies.
Data extraction and quality assessment
Two authors (C.L. and Y. Z.) searched and assessed the studies independently according to the following criteria: the first author, year of publication, country, cut-off value, number of cases, and survival data, which were included in the extracted data. Newcastle-Ottawa-Scale criteria were used to assess the study qualities when the NOS score was six or higher, and we considered these articles to be high quality; otherwise, we determined them to be low-quality.
For the GEO database, OS, DFS, RFS, survival outcome, follow-up, cut-off values, and HR values with a 95% CI was extracted.
Public data and tools
We performed this study according to the publication guidelines, which were provided by TCGA (https://cancergenome. nih.gov). The TCGA data portal (https://portal.gdc.cancer.gov) and UCSC Xena project (https://xena.ucsc.edu) was used to extract the clinical data and RNAseqV2. GEPIA software was used to analyze the data. 22 One-way ANOVA was performed to analyze the differential expression, and the Kaplan-Meier method was used to calculate the survival data and the log-rank test; the HR and 95% CI is shown in the Kaplan-Meier curve figures.
Linc01296-related genes in HCC
To determine genes related to LINC01296 in HCC, the Multi Experiment Matrix (http://biit.cs.ut.ee/mem/) and lncRNA-related PCGs were determined using the R software package, which used two-sided Pearson correlation coefficients and the z-test. The PCGs positively or negatively correlated with LINC01296 were considered to be lncRNA-related PCGs (Pearson correlation >0.30 and P-value <1.00E-11). Herein, we took the intersection of the two as the target genes using R software.
Prospective mechanisms and functions of linc01296-related genes
The molecular mechanisms and biologic functions of potential LINC01296 targets in HCC were identified by enrichment analysis and pathway annotations. Gene ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analyses were performed using the R program package by DAVID ( https://david.ncifcrf.gov/summary.jsp, version 6.8) and the KOBAS website (http://kobas.cbi.pku. edu.cn/, version 3.0). 23, 24 Cytoscape 3.0 software 25 (http:// www.cytoscape.org/) and Biological Network Gene Ontology (BINGO) plugins were responsible for the GO network. In addition, each biological process was represented by a node; a bigger node indicated that more genes were participating in a biological process, and a deeper color indicated a smaller P-value regarding the biological process. If the nodes had colors other than white, it indicated statistical significance (P<0.05).
Protein-protein interaction network construction
PPI network analysis was performed at the STRING website 26 , and Cytoscape 3.0 software (http://www.cytos cape.org/) with MCODE was used to select hub genes.
Cell culture
We used HepG2, Huh-7, and BEL-7402 cell lines obtained from the Cell Bank of the Shanghai Institute of Biochemistry & Cell Biology (Shanghai, China), MHCC97H and SMCC7721 cell lines obtained from the Cell Bank of the Zhongshan Hospital of Fudan University (Shanghai, China), and Hep3B and LO-2 cell lines obtained from the Cancer Hospital of the Chinese Academy of Medical Sciences (Beijing, China). Cells were maintained in Dulbecco's modified Eagle's medium (DMEM) supplemented with 10% fetal bovine serum (Gibco, Waltham, MA USA), 100 U/ml penicillin, and 100 μg/ml streptomycin (Invitrogen, Carlsbad, CA, USA) in 5% CO 2 at 37°C.
Quantitative real-time polymerase chain reaction (qrt-pcr)
TRIzol reagent (Life Technologies, Carlsbad, CA, USA) was used to extract the total RNA from cultured cells or tissues. The expression of LINC0196 and other genes was measured using qRT-PCR, for which the TaqMan Reverse Transcription kit and TaqMan Universal PCR Master Mix (Thermo Fisher Scientific, Inc.) were used according to the manufacturer's instructions (Applied Biosystems, Foster City, CA, USA). Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) expression was used as an internal control. Real-time PCR was repeated in triplicate (Applied Biosystems). The CT difference between the internal control and the target gene is presented as −ΔCT. ΔΔCT is the difference between the ΔCT values of paired specimens. 2ΔΔCT indicates the exponential value of ΔCT, and this value indicates a change in expression.
Sirna and cell transfection assay
For transient transfections, the LINC01296 negative control (LINC01296-NC), si-LINC01296-1# (5′-GGCUGGAGAA-UAUUUCCUATTTT-3′), and si-LINC01296-2# (5′-CUGA-AACAUAUUCCGUGGUTT-3′) were used. Six-well plates were used to culture cells in complete growth media until the cell density reached 80%. Then, the cells were transfected with siRNA-LINC01296 and NC siRNA using Lipofectamine 2000 transfection reagent (Thermo Fisher Scientific) according to the manufacturer's instructions. The transfected cells were harvested for qRT-PCR analyses after 48 hrs.
Cell proliferation, transwell invasion, and wound healing assays Transfected MHCC97-H or Hep 3B cells were seeded into 96-well plates, and cell proliferation was measured at 1, 2, 3, and 4 days using the CCK-8 assay (Dojindo, Kumamoto, Japan) according to the manufacturer's instructions. Transwell chambers (8-μm pore size; Millipore) contained Matrigel (BD Biosciences, San Jose, CA, USA) and were used to measure cellular invasion. Briefly, 600 μl of complete media was added to the bottom chamber. The transfected cells were suspended in a serum-free medium, and 200 μl (4×10 4 cells) of this cell suspension was added to the upper chamber. After 24 h, the cells on the top of the membrane were removed with a cotton swab. The cells on the bottom of the membrane were fixed in 95% ethanol, and 4 g/L of crystal violet was used to stain the cells. The cells that had adhered to the bottom of the membrane were counted in five selected fields at random using 200× magnification. The wound healing assay was performed by adding cells with 90% confluence to six-well plates and incubating overnight to allow the cells to adhere. A wound was created along the center Studies based on affymetrix human genome U133 plus 2.0 through GEO databases(n=29) Figure 1 Flow diagram indicating the study selection process. of each well by making a scratch in the cell layer with the tip of a 200-μL pipette. The wells were then washed twice with phosphate-buffered saline (PBS) to remove loose cells, and fresh media was added. At 0 and 24 h, photographs were taken to assess cell migration into the wound. Each experiment was repeated three times. GAPDH was used as the endogenous control. The target protein bands were visualized. We applied an enhanced chemiluminescence (ECL) reagent kit (Millipore) to visualize target protein bands and exposed the membrane to an X-ray film (Fuji).
Statistical analysis
Pooled odds ratios (ORs) and HRs with 95% confidence intervals (CIs) were calculated using STATA 14.2 software (StataCorp LLC., College Station, TX, USA). The KaplanMeier curve survival data in the reviewed articles were extracted with Engauge Digitizer 10.0 software. LINC01296 and OS or DFS (RFS) associations were evaluated with fixedor random-effects models when I2 was >50% or <50%. The HR was considered to be statistically significant if the 95% CI did not overlap 1. We determined publication bias with funnel plots and Begg's test, and the source of heterogeneity and the stability of results were assessed using sensitivity and subgroup analyses. GraphPad Prism 6 (GraphPad Software, La Jolla, USA) and SPSS 16.0 (IBM, NY, USA) software were used to perform statistical analyses. A Student's t-test was conducted to determine the difference between two different groups, and the Kruskal-Wallis H test was used to estimate the relationship among three or more groups. All experiments were performed in triplicate, the data are presented as the mean ± standard error of the mean (SEM), and a P<0.05 was considered statistically significant.
Results

Study identification and characteristics
As shown in Figure 1 , the published articles and GEO databases, including a total of seven articles 17, 19, 20, 21, 27, 28, 29 and 718 patients, were assessed in this meta-analysis.
Publications from 2015 to 2018 were included in the study. The sample sizes ranged from 55 to 221, all studies were from China, all studies were of high quality according to the NOS scores, and the characteristics of these studies are summarized in Table 1 . As shown in Table 2 , 19 GEO databases with 2264 patients were included in this meta-analysis for overall survival (OS), 10 GEO databases with 1568 patients were included for disease-free survival (DFS), and 9 GEO studies with 887 patients were included for recurrence-free survival (RFS). Eleven studies from the USA, 14 studies from Western countries, and six studies from Asia were included in the meta-analysis. Nine different tumor types were included in the meta-analysis, including lung cancer (n=8), colon cancer (n=7), breast cancer (n=7), ovarian cancer (n=3), diffuse large B-cell lymphoma (DLBCL, n=1), chronic lymphocytic leukemia (CLL, n=1), glioblastoma (GBM, n=1), meningioma (n=1), and melanoma (n=1). The characteristics are summarized in Tables 2 and 3 .
The association between LINC01296 and the overall survival rate As shown in Figure 2 , 25 studies included 2903 patients with OS recorded according to different LINC01296 expression levels. The fixed-effect model was performed, as there was no significant heterogeneity, and the pooled HRs indicated that the high LINC01296 expression correlated with poor survival (HR=1.33, 95% CI=1.17, 1.50, P<0.01, fixed effect, Figure 2 ). Next, we performed subgroup analyses according to the data source, land region, cancer type, and sample size to analyze the source of heterogeneity, as shown in Figure 3 and Table 4 . For studies evaluating OS with different data sources, the pooled HRs indicated that increased LINC01296 expression could estimate the worst outcomes of the published articles (high: low: HR=2.26, 95% CI=1.72, 2.80, P<0.05, Figure 3A) . The subgroup analysis indicated that similar results were obtained for all of the regions examined (USA, high: low: HR=1.33, 95% CI=1.03, 1.64, P<0.05, Figure 3B ), (Western, high: low: HR=1.27, 95% CI=1.04, 1.49, P<0.05, Figure 3B ), (Asia, high: low: HR=1.53, 95% Figure 5 Forest plots, sensitivity, and Begg's publication bias plots regarding studies where the relationship between LINC01296 expression and (A, C, E) disease-free survival (DFS) rates, and (B, D, F) recurrence-free survival were investigated.
CI=1.14, 1.91, P<0.05, Figure 3B) . Interestingly, when we performed subgroup analyses based on the tumor type, increased LINC01296 expression was related to poor OS only in tumors of the digestive (high: low: HR=1.95, 95% CI=1.35, 2.55, P<0.05, Figure 3C ) and nervous systems (high: low: HR=1.94, 95% CI=1.07, 2.80, P<0.05, Figure 3C) ; however, LINC01296 expression was not related to OS in tumors of the respiratory tracts, female reproductive systems, and a few other tumor types, which indicated that LINC01296 expression could have different roles in various cancers. Additionally, the subgroup analysis broken down by sample size showed that both subgroups exhibited similar results ( Figure 3D) . Also, the subgroup heterogeneity analysis was significant in the Asian and digestive system groups, which indicated that the OS heterogeneity could be caused by tumor type and land region.
We also performed a sensitivity analysis ( Figure 4A ) and Begg's test ( Figure 4B , p=0.455) to explore the robustness of the pooled results and publication bias. The analyses indicated that the results were reliable, and there was no publication bias.
Association between LINC01296 and the disease-free (recurrence-free) survival rate
We also assessed the relationship between LINC01296 expression and the disease-free rate (DFS). Eleven studies containing 1889 patients were included in this meta-analysis, and the pooled results indicated that the expression of LINC01296 was related to poor DFS (high: low: HR=1.25, 95% CI=1.03, 1.48, p<0.05, Figure 5A ). However, ten studies with 957 patients showed that LINC01296 expression and recurrence-free survival rate (RFS) were not significantly associated (high: low: HR=1.10, 95% CI=0.83, 1.37, p<0.05, Figure 5B ). Additionally, the sensitivity analysis ( Figure 5C and D) indicated that the results were reliable and that there was no publication bias ( Figure 5E and F) .
Validation of the cancer genome atlas dataset results
Next, we examined LINC01296 expression in all cancer types in the TCGA dataset. As shown in Figure 6A , LINC01296 was also overexpressed in bladder urothelial carcinoma (BLCA), head and neck squamous cell carcinoma (HNBC), cholangiocarcinoma (CHOL), esophageal carcinoma (ESCA), kidney renal clear cell carcinoma (KIRC), lung adenocarcinoma (LUAD), stomach adenocarcinoma (STAD), liver hepatocellular carcinoma (LIHC), lung squamous cell carcinoma (LUSC), and uterine corpus endometrial carcinoma (UCEC) with a |log2FC| cutoff >1, and a q-value <0.01. We merged the expression data and DFS data of several cancer types including digestive, respiratory, female reproductive, blood, and urinary systems with a total of 9502 patients that were divided into high-or lowexpressing groups according to LINC01296 expression. The results indicated that LINC01296 expression was correlated with poor OS ( Figure 6B ) and DFS ( Figure 6C ).
We also explored the prognostic role of LINC01296 in different tumor types. As shown in Figure S1 , LINC01296 expression was associated with poor OS in gastrointestinal (GI) (Figure S1A ), hepatobiliary and pancreatic ( Figure S1C ), urinary ( Figure S1E ), female reproductive ( Figure S1G ), and head and neck (Figure S1I ) cancers; however, LINC01296 expression was not correlated with OS in cancers of the respiratory tract ( Figure S1K ). LINC01296 expression also indicated poor DFS in GI ( Figure S1B ), urinary ( Figure S1F ), female reproductive ( Figure S1I) , and head and neck (Figure S1J ) cancers; however, LINC01296 expression was not related to DFS in hepatobiliary, pancreatic ( Figure S1D ), and respiratory tumors ( Figure S1L ). The clinicopathologic significance of LINC01296 in hepatocellular carcinoma
Several studies have examined LINC01296 expression in cancer. In the current study, we assessed the prognostic role of LINC01296 in various tumors. Because the underlying mechanism of LINC01296 in HCC has not been identified, we explored the clinicopathologic significance of LINC01296 in HCC based on the TCGA database and elucidated its functions using bioinformatics and in vitro validation. First, we analyzed the relationships between LINC01296 expression and the clinicopathologic characteristics of HCC in the TCGA database. As shown in Table 5 , LINC01296 was overexpressed in tumor tissues compared with normal tissues. Next, we divided To explore the potential LINC01296 mechanisms involved in HCC, we used two independent programs that could identify LINC01296-related genes, including the Multi Experiment Matrix (MEM) and lncRNA-related proteincoding genes (corlncRNA) using the R software package. There were 1128 LINC01296-related genes in the Multi Experiment Matrix when we set the score at 10
, and the number of corlncRNAs was 1804. The Venn diagram is shown in Figure 7A , which shows that it was noted that 394 genes were LINC01296-related genes in HCC. Figure 8 The selected LINC01296 hub-related genes.
We performed GO analysis using the R software package based on DAVID (https://david.ncifcrf.gov/summary.jsp, version 6.8), where ten of the most significant biologic processes are summarized as having ATPase-and DNA-related functions (Table 6 and Figure 7B ). Next, we conducted KEGG pathway analyses, and the ten most significant signaling pathways were identified that included cell cycle, DNA replication, and the p53 signaling pathway (Table 7 and Figure 7C ). The most enriched signaling pathway was the KEGG pathway of the cell cycle, and related genes are shown in Figure 7D .
We also conducted a BINGO analysis on the 394 LINC01296-related genes that included three parts: a biological process, a cellular component, and a molecular function. As shown in Figure S2 -S4, the LINC01296-related genes were enriched in the cell cycle, cell cycle processes, and cellular proliferation.
Furthermore, we performed protein-protein interactions and selected several hub genes using MCODE with Cytoscape 3.0. First, we selected 114 hub genes, for which the PPI of these genes is shown in Figure S5 . Then, we identified 20 hub genes including BUB1, CDKN3, TOP2A, CCNB2, DLGAP5, TTK, ASPM, PBK, MEKL, CEP55, BUB1B, CCNB1, EXO1, and ZWINT (Figure 8) , for which the relationships between LINC01296 and gene expression for some of these genes are shown in Figure 9 and include ASPM ( Figure 9A 
LINC01296 downregulation suppresses cell proliferation, invasion, and migration of several hepatocellular carcinoma cell lines
We next explored the molecular mechanisms of LINC01296 in HCC cell lines. For these experiments, we examined LINC01296 expression in six HCC cell lines (HepG2, SMCC7721, MHCC97H, BEL-7402, Hep3B, and Huh-7) and a normal liver cell line (LO-2) using qRT-PCR. As shown in Figure 10A , LINC01296 expression in HCC cell lines was significantly higher compared with that of the LO-2 cell line (P<0.05), and LINC01296 expression was highest in the MHCC97H and Hep 3B cell lines. Therefore, we used the MHCC97H and Hep3B cell lines for the subsequent experiments. We transfected two interfering oligonucleotides to downregulate LINC01296 expression in MHCC97H and Hep3B cells, and as shown in Figure 10B , LINC01296 expression was significantly decreased compared with the LO-2 cell line. The CCK-8 assay indicated that LINC01296 downregulation inhibited proliferation of the HCC cell lines ( Figure 10C and D) , which demonstrated that LINC01296 promoted the proliferation of the HCC cell lines.
LINC01296 downregulation suppressed the ability of the HCC cells to migrate as shown by the wound healing assay ( Figure 11A ). The Transwell assay indicated that silencing LINC01296 inhibited invasion by the HCC cell lines ( Figure 11B ). Overall, these functional experiments revealed that when LINC01296 was downregulated, cell proliferation, invasion, and migration of the HCC cell lines were inhibited.
LINC01296 downregulation increased apoptosis and inhibited cell cycle progression in HCC cell lines
To identify the effect of LINC01296 on apoptosis and the cell cycle in HCC cell lines, flow cytometry was performed. A proportion of apoptotic cells in the LINC01296 knockdown groups was shown to be markedly increased compared with that of the control group ( Figure 12A) . Moreover, the number of cells in the G0/G1 phase of the cell cycle increased in LINC01296-downregulated groups compared with that of the control group ( Figure 12B) . Overall, these results showed that LINC01296 downregulation promoted apoptosis of HCC cell lines and arrested the cells in the G0/G1 phase of the cell cycle.
CCNA2, CDK1, and BUB1 act as LINC01296 gene targets
The bioinformatic analysis revealed that CCNA2, CDK1, and BUB1 were the LINC01296 hub related genes. Because the Pearson's correlation analysis showed that CCNA2, CDK1, and BUB1 were also significantly related to LINC01296 expression, we performed Western blot analysis to confirm these findings. The results are shown in Figure 13 , and reveal that LINC01296 downregulation suppressed CDK1, BUB1, and CCNA2 expression, which indicated that these genes were likely LINC01296 target genes.
Discussion
In this study, we performed a comprehensive analysis including data mining, meta-analysis, bioinformatics, and in vitro validation analyses. First, we conducted a metaanalysis by combining published articles and GEO datasets. The pooled results of the meta-analysis indicated that LINC01296 expression was associated with a poor OS and DFS; however, no significant relationship between LINC01296 and RFS was found. The results of TCGA were consistent with the meta-analysis, which again showed that LINC01296 expression was related to poor OS and RFS in different tumor types. Our meta-analysis had several limitations. First, there were some inconsistencies between the meta-analysis and TCGA dataset analysis, and this may be caused by different regions and races. Second, published studies included in the meta-analysis reported positive results, and there may be some unpublished articles with negative results, which could cause publication bias. Third, the heterogeneity of the OS subgroup analysis regarding the Asian population and digestive system groups were significant, indicating that heterogeneity could be caused by region and tumor type. Fourth, the follow-up time, race, land region, and sample size from the included articles were heterogeneous, indicating that additional studies with identical ethnic groups, regions and follow-up times are needed.
Recently, several studies demonstrated that aberrant LINC01296 expression plays a critical role in the biological processes of cancer progression and development. In prostate cancer, Wu et al reported that knockdown of LINC01296 expression inhibited cell proliferation, migration, and invasion of a prostate cancer cell line through the regulation of PI3K-Akt-mTOR signaling and the epithelial-mesenchymal transition. 28 In gastric cancer, Qin et al indicated that LINC01296 had an oncogenic role in the carcinogenesis of gastric tumor cells through the LINC01296/miR-122/MMP-9 axis. 19 Zhang et al demonstrated that LINC01296 promoted tumor progression and development by attaching to miR-5095 in human cholangiocarcinoma. Similarly, LINC01296 acts as an oncogene in several different tumors such as ESCC, 17 colon carcinoma, 30 pancreatic ductal adenocarcinoma, 20 osteosarcoma, 18 and non-small cell lung cancer. 31 Wan et al. 32 indicated that LINC01296 could modulate epithelial-mesenchymal transition (EMT) activity by sponging miR-122-5P; however, the current study did not explore the effect of LINC01296 on cell cycle and apoptosis in HCC. We performed bioinformatics analysis to explore potential LINC01296 mechanisms in HCC by first collecting genes related to LINC01296. GO and KEGG analyses showed that enriched genes related to LINC01296 could be associated with ATPase and the genes of cancer progression, such as those of the cell cycle. Next, PPI network evaluations identified 20 hub genes that encompassed the core-related genes of LINC01296, and a correlation between LINC01296 and the hub genes was found in the TCGA database. Among these hub genes, most were associated with cell cycle, which included CCNB1, 33 CDK1, 34 BUB1, 35 ZWINT, 36 and CCNA2. 37 This was found to be consistent with our bioinformatic analysis; therefore, LINC01296 could play a vital role in HCC progression and development. Our in vitro experiments indicated that LINC01296 downregulation inhibited HCC cell proliferation, invasion, migration; additionally, it promoted cellular apoptosis, and caused HCC cell cycle arrest in the G0/G1 phase. We also found that LINC01296 downregulation decreased CDK1, CCNA2, and BUB1 expression, which indicated that LINC01296 might have an oncogenic role in HCC through the CDK1, CCNB1, or BUB1 genes. However, additional studies are needed to fully elucidate the molecular mechanisms of LINC01296 in HCC progression and development. 
Conclusion
We demonstrated that high LINC01296 expression was related to poor OS and DFS in several different cancer types. We also reported that LINC01296 expression was higher in HCC cells compared with normal liver cell lines, and LINC01296 has an oncogenic role in HCC as evidenced by bioinformatics analysis and in vitro experimentation. Thus, we believe that LINC01296 could be a potential prognostic biomarker in patients with HCC and several other tumor types. This is the first comprehensive analysis to explore the prognostic value of LINC01296 in several different cancers types and elaborate on its potential mechanism of action in HCC.
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